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Abstract
Background: The interplay of epigenetic processes and the intestinal microbiota may play an important role in intestinal
development and homeostasis. Previous studies have established that the microbiota regulates a large proportion of the
intestinal epithelial transcriptome in the adult host, but microbial effects on DNA methylation and gene expression during
early postnatal development are still poorly understood. Here, we sought to investigate the microbial effects on DNA
methylation and the transcriptome of intestinal epithelial cells (IECs) during postnatal development.
Methods: We collected IECs from the small intestine of each of five 1-, 4- and 12 to 16-week-old mice representing the
infant, juvenile, and adult states, raised either in the presence or absence of a microbiota. The DNA methylation profile
was determined using reduced representation bisulfite sequencing (RRBS) and the epithelial transcriptome by RNA
sequencing using paired samples from each individual mouse to analyze the link between microbiota, gene expression,
and DNA methylation.
Results: We found that microbiota-dependent and -independent processes act together to shape the postnatal
development of the transcriptome and DNA methylation signatures of IECs. The bacterial effect on the transcriptome
increased over time, whereas most microbiota-dependent DNA methylation differences were detected already early after
birth. Microbiota-responsive transcripts could be attributed to stage-specific cellular programs during postnatal
development and regulated gene sets involved primarily immune pathways and metabolic processes. Integrated analysis
of the methylome and transcriptome data identified 126 genomic loci at which coupled differential DNA methylation and
RNA transcription were associated with the presence of intestinal microbiota. We validated a subset of differentially
expressed and methylated genes in an independent mouse cohort, indicating the existence of microbiota-dependent
“functional” methylation sites which may impact on long-term gene expression signatures in IECs.
Conclusions: Our study represents the first genome-wide analysis of microbiota-mediated effects on maturation of DNA
methylation signatures and the transcriptional program of IECs after birth. It indicates that the gut microbiota dynamically
modulates large portions of the epithelial transcriptome during postnatal development, but targets only a subset of
microbially responsive genes through their DNA methylation status.
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Background
A tremendously complex and dynamic union of microor-
ganisms inhabits the mammalian gastrointestinal tract and
contributes to several aspects of host physiology, including
metabolism, maturation of the immune system, cellular
homeostasis, and behavior [1–3]. However, the commensal
microbial communities within the host also represent a
danger due to their potential for infection and overgrowth.
Thus, mechanisms are in place to assure a healthy beneficial
coexistence. Intestinal epithelial cells (IECs) take a central
role as they line the gastrointestinal mucosa and build a
physicochemical and immunological barrier to restrain the
microbiota and prevent invasion [4, 5]. Interactions between
the microbiota and the host, especially IECs, have therefore
been studied intensively in the past decade [6–11]. Previous
studies have shown that under normal homeostatic condi-
tions the gut microbiota regulates the expression of about
10% of host genes [6]. Several mechanisms have been
implicated in how the gut microbiota can drive these global
changes in the host transcriptome. Transcriptional
regulators such as NFκB (nuclear factor kappa-light-chain-
enhancer of activated B cells) or CEBPB (CCAAT/enhan-
cer-binding protein beta) may be engaged by the microbiota
to modulate the expression of specific target genes [6, 12].
Additionally, the microbiota have the potential to modulate
host epigenetic mechanisms and thereby regulate transcrip-
tion more globally [13–18]. The microbially produced
short-chain fatty acids (SCFAs) butyrate and propionate are
potent inhibitors of histone deacetylase (HDAC) enzymes
[14] and therefore may promote heterochromatin formation
and increase transcriptional activity. However, global
changes in the accessible chromatin landscape by the gut
microbiota were not detected in a previous study [12]. Add-
itionally, the intestinal microbiota may modulate DNA
methylation, since microbially produced folate is an essen-
tial methyl donor during DNA methylation [16].
DNA methyltransferases (DNMT) catalyze the transfer of
the methylation group from methionine to cytosine if it is
followed by a guanine (CpG). DNMT1 maintains the
methylation pattern during DNA replication [19] whereas
DNMT3a and DNMT3b perform de novo methylation
[20]. DNA methylation occurs predominantly at a series of
two or more CpGs [21–23]. DNA methylation is thought
to inhibit gene transcription, but recent data indicate that
the functional consequences may be more complex [24]
and depend at least partially on the location of the methyl-
ated site. If 5-methylcytosine is situated in close vicinity to
a transcription start site, transcription of the downstream
gene is mainly blocked [25]. In contrast, methylation of
CpGs in the gene body may rather influence transcript
elongation or splicing [26]. DNA methylation plays a key
role during development and cellular differentiation func-
tion [25, 27]. DNA methylation is mostly erased during zyg-
ote formation and reprogrammed during development [28].
Yu and colleagues have shown that during postnatal devel-
opment both the epithelial transcriptome and the DNA
methylation landscape undergo fundamental reshaping
[29]. The early neonatal period is a critical phase not only
for the development of the intestinal tract but also for the
establishment of the microbiota and proper maturation of
the immune system [30, 31]. A series of reports established
the presence of a window of opportunity based on observa-
tions that lack of exposure to environmental microbes dur-
ing early development may lead to immunological defects
and autoimmune diseases later in life [32–37]. Notably,
colonization at a later stage fails to normalize these
immunological defects. This persistence of microbiota-
dependent regulatory signatures points to microbial im-
printing through epigenetic mechanisms (possibly DNA
methylation) that are long lasting once they are established
[2, 17]. However, whether microbial colonization early in
life alters the DNA methylation pattern and alongside the
epithelial transcriptome during postnatal development and
maturation of the gut epithelium remains largely unknown.
To address this issue, we collected IECs from the small in-
testine of 1-, 4- and 12 to 16-week-old mice, which were
raised in either the presence or absence of a microbiota to
represent the infant, juvenile, and adult states of the epithe-
lium and the intestinal flora. We then measured the methy-
lation variable positions using reduced representation
bisulfite sequencing (RRBS) and analyzed the epithelial
transcriptome by RNA sequencing (RNA-Seq) to investi-
gate the association between gene expression, alternative
splicing, and differential DNA methylation in IECs during
postnatal ontogeny.
Methods
Mice
C57Bl6/N female littermate mice were maintained under
standard specific pathogen-free or germ-free (GF) condi-
tions in the laboratory for experimental biomedicine at
University of Gothenburg as described previously [38].
Mice were kept under a 12-h light cycle and fed auto-
claved chow diet ad libitum (Labdiet, St Louis, MO,
USA). Mice were sacrificed at three different stages: 1, 4
and between 12 to 16 weeks of age with n = 5 animals for
each of the groups. Mice were killed by cervical disloca-
tion and the small intestine removed for isolation of IECs.
All animal protocols were approved by the Gothenburg
Animal Ethics Committee.
Isolation of IECs
IECs were isolated from small intestinal tissue using the
Lamina Propria Dissociation Kit (Miltenyi BioTech,
Bergisch Gladbach, Germany) according to the manufac-
turer’s protocol. In brief, intestinal epithelial cells were iso-
lated by disruption of the structural integrity of the
epithelium using ethylenediaminetetraacetic acid (EDTA)
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and dithiothreitol (DTT). Purity of individual IEC fractions
was analyzed by flow cytometry on a FACS Calibur flow
cytometer (B&D, Heidelberg, Germany) with Cellquest ana-
lysis software from Becton Dickinson. We used the Anti-
EpCam-PE (clone G8.8, Biolegend, San Diego, USA) anti-
body for analysis of IEC purity.
Transcriptional profiling by RNA sequencing
RNA was isolated from purified small intestinal IECs using
the TRIZOL method. Briefly, 1 ml TRIzol was added to
50–75 mg pestle-homogenized tissue followed by vortexing,
a 5-min incubation at room temperature, and addition of
200 μl chloroform. After mixing, further incubation at
room temperature for 2–3 min and centrifugation (12.
000 g) at 4 °C for 5 min, the clear supernatant was mixed
with 500 μl isopropanol followed by incubation at room
temperature for 10 min. After further centrifugation (12.
000 g) at 4 °C for 10 min, the supernatant was discarded
and the pellet washed with 1 ml cold 75% EtOH followed
by vortexing and centrifugation (7.500 g, 4 °C, 5 min). The
pellet was dried and dissolved in RNase-free water. RNA li-
braries were prepared using TruSeq v4 Kit (Illumina) ac-
cording to the manufacturer’s instructions. All samples
were sequenced using an Illumina HiSeq 2000 sequencer
(Illumina, San Diego,CA) with an average of 23 million
paired-end reads (2 × 125 bp) at IKMB NGS core facilities.
We used TopHat 2 [39] and Bowtie 2 [40] to align reads.
Reads were mapped to the mouse genome (MGI assembly
version 10) using TopHat 2. Average alignment rate for
RNA-seq was 83.3% (73.3–89.9%, median = 85.7%) and the
expression count was normalized by library size. Gene ex-
pression values of the transcripts were computed by HTSeq
[41]. DEseq2 [42] was used to determine differentially
expressed genes. Genes were considered as significant dif-
ferentially expressed if the adjusted p value (Benjamini–
Hochberg (BH) multiple test correction method) was less
than 0.05. Gene expression differences were visualized
using MA plot [43], a modification of a Bland–Altman plot
for visual representation of genome-wide functional gen-
omic data. M represents the log fold change for gene ex-
pression (y-axis) and A represents the mean normalized
counts (x-axis). We’ve set the ceiling/floor to 2 on log fold
change (y-axis) to achieve an optimal visualization. PCA
was performed using plotpca in the R package DEseq2 and
Euclidian distance was measured. Transcription factor
binding site analysis was carried out using the Innate DB
database [44] with implementation of the hypergeometric
algorithm and the BH multiple test correction method
(BH-corrected p value < 0.05). Only expressed transcription
factors were considered for the analysis (raw read count >
3). Gene Ontology (GO) analysis was performed using the
GOrilla (gene ontology enrichment analysis and
visualization) tool [45]. GO terms with false discovery rate
(FDR) < 0.05 were considered significantly altered. All
RNA-Seq data have been uploaded to the Gene Expression
Omnibus (GEO) with accession number GEO:GSE94402.
Co-expression network analysis
For the establishment of a gene co-expression network,
we built the union of differentially expressed genes com-
paring always the conventionally raised specific pathogen-
free (CONV-R) and GF conditions at the same time point.
Expression values of these genes over all 30 samples were
used for the co-expression analysis using BioLayout Ex-
press 3D [46]. Applying a correlation cutoff of 0.8 resulted
in a co-expression network with 970 nodes (genes) and
34,437 edges. The calculated gene–gene pairs and their
Spearman correlation coefficients were imported into
Cytoscape using organic layout for visualization. Subse-
quently, we mapped condition fold changes (based on the
comparison of each condition with the mean of all condi-
tions) individually for each condition onto the network, to
identify condition-specific topological differences between
the conditions in the co-expression network. Gene groups
were assigned based on the temporal and microbiota-
dependent expression changes with the following specific
criteria: group 1, expressed high (Z-score > + 1 in condi-
tion gene expression value normalized by the mean condi-
tion value) in W1, low (condition Z-score < − 1) in W4 +
W12/16, independent of GF/CONV-R; group 2, expressed
high in W12 CONV-R but low in W12 GF, normal (condi-
tion Z-score − 1 to + 1) in W1 and W4 CONV-R, low in
W4 GF; group 3, expressed high in W12 CONV-R but
low in W12 GF, low in W1+W4; group 4, expressed high
in W12 CONV-R but low in W12 GF, low in W1 +W4;
group 5, expressed high in W12 GF but low in W12
CONV-R, high in W4 GF, low in W1 GF, W1 CONV-R,
and W4 CONV-R; group 6, expressed high in W12 GF
but low in W12 CONV-R, high in W4 GF, low in W4
CONV-R, normal in W1 GF + CONV-R.
Transcript splicing analysis
Based on the updated genome annotation and our RNA-
Seq data, we compared the alternative splicing events of
each gene between CONV-R and GF in three stages. We
used rMATS [47], which detects alternative splicing
events such as skipped exons, alternative 5′ splice sites,
alternative 3′ splice sites, mutually exclusive exons, and
retained intron events. The events were identified as sig-
nificantly different by choosing inclusion levels of
|ΔPSI| ≥ 5% between CONV-R and GF at FDR q < 0.05.
Reduced representation bisulfite sequencing
DNA was isolated from purified IECs using a DNeasy Blood
& Tissue Kit (Qiagen) according to the manufacturer’s in-
structions. DNA libraries were sequenced at IKMB NGS
core facilities using Illumina HiSeq 2500 sequencer (Illu-
mina, San Diego, CA, USA) with an average of 127,000,000
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single-end 50-bp reads. After removing adaptor sequences
and low-quality tails, reads were mapped to the mouse gen-
ome (MGI version 10) using Bismark [48]. All CpG sites
covered by less than five reads were removed along with
SNPs specific to the C57BL/6 N strain (http://www.sanger.
ac.uk/science/data/mouse-genomes-project). We used
MethylKit [49] for gene category and CGI annotation and
downloaded the gene information from Refseq. The average
mapping efficiency of reduced representation bisulfite se-
quencing (RRBS) was 71.37% (63–78.28%, median = 70.
73%). We used Dispersion shrinkage for sequencing data
[50, 51] to identify differentially methylated loci based on a
beta-binomial regression model with “arcsine” link function.
Parameter estimation was based on transformed data with a
generalized least square approach without relying on an it-
erative algorithm. One CONV-R W1 sample was excluded
from the DNA methylation analysis due to failure of the bi-
sulfite conversion. All RRBS data have been uploaded to
GEO with accession number GEO:GSE94402.
Integrated analysis screening for differentially methylated
and expressed genes
For integrated analysis of gene expression and DNA methy-
lation, we applied a hierarchical testing approach [52] to de-
tect DNA methylation sites around the differentially
expressed gene. To that end, we identified all CpG sites
5 kb up- and downstream of the transcription start site of
the microbially regulated genes. Second, we combined the
neighborhood methylation positions to methylation regions
(maximum distance 200 bp). Those regions, which con-
tained less than 20% CpGs (BH-corrected p value < 0.05),
were excluded and all retained regions were considered as
differentially methylated regions. FDR correction was per-
formed on all CpGs of the retained regions (BH-corrected p
value < 0.05). The R code used for the integrated analysis is
included in Additional file 1. The circular visualization plot
was constructed using the R package circlize [53].
Functional network analysis for differentially methylated
and expressed genes
To screen for functional networks among the differen-
tially methylated and expressed genes (CONV-R versus
GF) we employed the Functional Networks of Tissues in
Mouse [54] prediction tool for mouse tissue-specific
protein interactions, which integrates genomic data and
prior knowledge of gene function. We used the small in-
testine tissue database and only kept edges with relation-
ship confidence greater than 0.6.
Validation of identified microbiota-dependent genes and
differentially methylated positions
To validate our findings in an independent set of animals,
we isolated DNA and RNA from small intestinal epithelial
scrapings of 4- and 12-week-old GF and CONV-R C57Bl6
mice (n = 10 per group) from the gnotobiotic animal facil-
ity of the Max Planck Institute for Evolutionary Biology in
Plön, Germany. Among all of the genes with differential
expression and methylation, we selected 3 out of 34 for
W4 (Bcl3, Nfix, Cacnali) and 5 out of 79 for W12/16
(Rcbtb2, Mmp14, Itga5, Cd74, Pik3cd) based on the fol-
lowing criteria for the validation experiment: BH-
corrected p value among the most significant; fold change
among the most differential; validated qPCR primers avail-
able in either published studies or public databases.
For qPCR analysis, 1 μg of total RNA was reverse-
transcribed to cDNA according to the manufacturer’s in-
structions (MultiScribe Reverse Transcriptase; Applied
Biosystems). qPCR was carried out using SYBR Select
Master Mix (Applied Biosystems) according to the man-
ufacturer’s instructions. Primer sequences are given in
Additional file 2. Reactions were carried out on the
7900HT Fast Real Time PCR System (Applied Biosys-
tems). Expression levels were normalized to β-actin.
Region and base-specific methylation information was
obtained via Bisulfite Amplicon Sequencing. This protocol
involved bisulfite conversion of sample DNA (EpiTect Bi-
sulfite Kit, QIAGEN) followed by PCR-amplification of tar-
get differentially methylated position (DMP)-containing
regions (EpiMark Hot Start Taq, NEB). Primer pairs were
designed using “MethPrimer” [55] and target specificity
was evaluated using “BiSearch” [56]. PCR amplicons were
normalized using SequalPrep plates (ThermoFisher),
pooled sample-wise, and subjected to NGS library prepar-
ation (Nextera XT, Illumina) according to the manufac-
turer’s instructions. Finally, the library pool was sequenced
on a MiSeq platform (Illumina) with 150-bp, paired-end
reads. Raw reads were trimmed for adapter and transposon
sequences and only bases with a quality value below 30
were kept using Cutadapt 1.10. Reads were then mapped
by Bismark 0.15.0 [48] with Bowtie 2.2.5 [40] to the mouse
reference genome (mm10). Methylation ratios were
extracted using Bismark and analyzed using R with the
package bsseq [57].
Results
The gut microbiota and chronological age determine the
epithelial transcriptome during postnatal development
To investigate potential effects of the gut microbiota and
postnatal development on dynamic host epigenetic
signatures and changes in the transcriptional profiles of the
epithelial cells, we isolated DNA and RNA from IECs of
conventionally raised and germ-free C57BL6 female mice
(n = 5 per group) at three different stages during postnatal
development—week 1, week 4, and week 12/16 (W1, W4,
W12/16)—representative of the infant, juvenile, and adult
states (Fig. 1a), respectively. RNA and DNA were isolated
and subjected to RNA-Seq and RRBS to assess global
mRNA expression and DNA methylation profiles,
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respectively (Fig. 1b). After quality control and data pre-
processing, 21,619 gene transcripts and approximately 1.3
million methylation sites remained, which were employed
in further downstream analyses.
First, we performed principal component analysis to
visualize the global distribution of samples based on the
expression data of the 21,619 transcripts. Samples were
clustered according to both the developmental stage and
microbial status (Fig. 2a). The first principal component
explained 63% variation and separated samples from W1
and the other two stages, W4 and W12/16, indicating that
gene expression changed dramatically during maturation
of IECs, especially in the early postnatal period. The sec-
ond principal component explained 8% of variation and
separated W4 and W12/16 but also CONV-R and GF
within a single developmental stage (Fig. 2a). Notably, the
distance between CONV-R and GF samples increased
along with time from W1 to W12/16. We detected 56 (0.
3%) microbially regulated genes in W1 (differentially
expressed in CONV-R vs GF comparison with BH-
corrected p value < 0.05 and absolute fold change > 2),
614 (2.8%) in W4 and 1084 (5.0%) in W12/16 (Add-
itional files 3 and 4). Moreover, the expression differences
between CONV-R and GF (fold change) of the microbially
regulated genes also increased with time (Additional files
3 and 5). Thus, ontogeny (developmental stage) and to a
lesser extent bacterial status determine the epithelial tran-
scriptional profile during postnatal development.
To gain insights into the biological functions of the
microbially regulated genes during postnatal develop-
ment, we employed Gene Ontology (GO) enrichment
analysis on the differentially expressed genes in the three
developmental stages. Supporting previous publications,
enriched GO terms included mainly immune response-
related or metabolic functions (Additional file 6).
We also tested whether postnatal and microbial status af-
fected alternative splicing events. Overall, distribution of
the splicing events did not differ significantly between
CONV-R and GF mice or among the three developmental
stages (Chi-squared test, p value = 0.99; Additional file 7).
However, few distinct signatures were detectable that differ-
entiated CONV-R from GF mice; for example, a higher
number of microbiota-dependent intron retention events
(2.3-fold higher, BH-corrected p value = 0.006, Chi-squared
test with Yates continuity correction) in W1 compared to
W4 or W12/16 (Additional files 7 and 8).
Next, we employed transcription factor binding site
enrichment analysis among the promoters of micro-
bially regulated genes to investigate the regulatory
networks that underlie the microbiota-induced tran-
scriptome alterations [58]. Interestingly, the transcrip-
tional regulators most enriched among promoters of
microbially regulated genes were unique to W1
whereas W4 and W12/16 shared several transcription
factors (Fig. 2b). For example, in W1 the motif of the
transcription factor XBP1, which functions in endo-
plasmic reticulum stress, cellular proliferation, and
differentiation and protects from intestinal inflamma-
tion [59–61], was enriched in the promoters of genes
upregulated by the microbiota. In W4 and W12/16
sites predicted to bind the transcription factor HIF1,
which functions in mediating hypoxia effects and
Fig. 1 Experimental study design. a Mice that were raised conventionally (CONV-R) or germ-free (GF) were sacrificed at three developmental
stages: 1 week, 4 weeks, and between 12 and 16 weeks of age. b Intestinal epithelial cells (IECs) from the distal small intestine were collected.
DNA and RNA were isolated and gene expression and DNA methylation analyzed by RNA-seq and RRBS, respectively
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regulates metabolism and immune responses [62–64],
were overrepresented among downregulated genes.
To identify co-regulated patterns of transcripts modu-
lated by the microbiota we selected the 200 most signifi-
cant genes regulated by microbial state at each of the three
developmental stages, created the union of these genes
(n = 547 genes), and performed hierarchical clustering ana-
lysis (depicted in the heatmap graph in Fig. 2c). A similar
analysis was performed based on the selection of develop-
mentally regulated genes for the two bacterial conditions
CONV-R and GF (n = 553 genes; Additional file 9). The
analyses revealed both a microbial imprint (e.g., clusters 2,
3, 4, 8, 11 in Fig. 2c) as well as a developmental effect (e.g.,
clusters 8, 10 in Fig. 2c) irrespective of the presence of bac-
teria. However, while the impact of postnatal development
stage is clearly detectable in the visualization of microbially
Fig. 2 Microbial effects on the host epithelial transcriptome during postnatal development. a Principal component analysis displaying overall
gene expression profiles across all samples. The first dimension explained 63% variation and separated W1 and the other two stages. The second
dimension explained 8% variation and separated both W4 versus W12/16 and samples of a stage for their microbiota status. b Transcription
factor binding sites enriched among microbially regulated genes (differentially expressed in CONV-R vs GF) for each of the three developmental
stages. The bar plot depicts the 15 most significantly enriched transcription factors of either up- or downregulated genes. All p values were
corrected for multiple testing using the Benjamini–Hochberg method. c Hierarchical clustering of microbially regulated genes identified 12 groups
with specific expression profiles, e.g., group 3 genes that were repressed by the presence of the microbiota at W4 and W12/16 or conversely
group 8 genes induced by the microbiota
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regulated genes (Fig. 2c), the influence of the presence of
microbiota is less pronounced in the signature of the devel-
opmentally regulated genes. These data therefore support
the previous finding that endogenous ontogenetic pro-
grams have a larger impact on the epithelial transcriptome
compared with environmental cues from the commensal
microbiota. Cluster 8 contains microbially responsive genes
that mainly have functions in immune responses and are
induced by the microbiota and the effect increases during
development (Fig. 2c). Notably, genes of this cluster in-
clude Duox2 (dual oxidase 2), Reg3g (regenerating islet-
derived protein 3 gamma), Nos2 (inducible nitric oxide
synthase), Saa1 (serum amyloid A-1), and Saa2, which
have been reported previously as microbially induced in
IECs [6]. The clusters 3 and 4 contain genes such as
Sdr16c6 (short chain dehydrogenase/reductase family 16C,
member 6) or Fn3k (fructosamine 3 kinase), which are as-
sociated with metabolic functions, and expression of these
genes increased specifically during W1 in colonized mice
and then returned to basal level (Fig. 2c).
Next, we investigated the influence of the intestinal
microbiota during postnatal development by co-expression
network analysis [46, 65]. Co-expression network analysis
builds on the hypothesis that genes with similar expression
patterns are likely to have a functional relationship [66].
Following the procedure from Xue and colleagues [46], 970
co-expressed genes were selected based on a correlation
cutoff of 0.8, normalized by their transcription level and
tested for up- or downregulation compared to the average
expression in the dataset (Additional file 4). Gene set
enrichment analysis was used to identify the biological
processes of individual time- and state-dependent co-
expression subnetworks (Fig. 3, Additional file 10). At the
W1 stage, we did not detect a prominent microbiota-
dependent gene cluster (CONV-R and GF), but differential
gene expression was exclusively time-dependent (W1 vs
Fig. 3 The microbiota modulates distinct functional expression nodes during postnatal development. Co-expression network analysis (CENA) was
performed based on 970 co-expressed genes (correlation factor greater than 0.8 across all conditions). Each dot represents a gene and the color
indicates its expression compared to the average gene expression level (red = up, blue = down). Note that ellipsoids represent only estimated
visualization of transcript groups (for details see the “Methods” section). Exemplary GO terms enriched among the groups of co-regulated genes
are listed, representing the main biological function of that gene group (for full list of GO terms see Additional file 10)
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W4 vs W12/16, group 1). Genes of this group 1 were in-
volved in basic epithelial maintenance. At the later postnatal
stages W4 and W12/16 two compensatory microbiota-
dependent transcriptional responses were evident. Several
genes involved in immune function (groups 2, 3, and 4)—
for example, Duox2 (dual oxidase 2), Nod2 (nucleotide-
binding oligomerization domain containing 2), Fut2 (fuco-
syltransferase 2), Pigr (polymeric immunoglobulin receptor),
Nos2 (nitric oxide synthase 2), or Reg3g (Regenerating islet-
derived protein 3-gamma), which are expressed by IECs—
were upregulated in CONV-R compared to GF mice,
whereas genes encoding metabolic functions (groups 5 and
6)—for example, Ces1d (carboxylesterase 1D), Pnliprp2
(pancreatic lipase-related protein 2), and Slc5a4b (solute
carrier family 5, neutral amino acid transporters system A,
member 4b)—were downregulated in CONV-R mice.
Endogenous developmental programs as well as bacterial
environmental cues affect the DNA methylation profile
To investigate how postnatal development and the micro-
bial environment act on the DNA methylation pattern of
IECs, we employed RRBS to determine the methylation
level of isolated IECs from CONV-R and GF mice at W1,
W4 and W12/16 (the identical samples used for transcrip-
tome analysis). First, we examined the overall methylome
pattern (1,296,536 CpG sites) by using multidimensional
scaling analysis [67] instead of principal component ana-
lysis (PCA) due to data structure (“zero” inflation problem
in RRBS as not all methylation sites can be detected in
every sample regardless of sequencing depth). As for the
transcriptome analysis, samples separated according to
the developmental stage (Fig. 4a) and the methylation
level increased with time (Additional file 11), indicating a
Fig. 4 Postnatal development and the microbiota affect the DNA methylation profile. a Multidimensional scaling analysis plot displaying the overall
methylation profiles. b Venn plots showing the number of differentially methylated sites between CONV-R and GF at the three developmental stages.
Note the high number of differentially methylated sites at W1. c Number of hypo- and hypomethylated sites among all DMPs (CONV-R vs GF) for each
developmental stage. d Expression of Dnmt3a and Tet3 genes, which function in de novo methylation and demethylation, respectively. e Hierarchical
clustering of differentially methylated sites between CONV-R and GF in the three developmental stages. Each row indicates a CpG site and the color
scale represents the methylation level
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strong effect of postnatal developmental programs on DNA
methylation. In contrast to transcriptional signatures, the
global scaling analysis did not reveal a strong effect of the
microbiota on the overall DNA methylation pattern. By in-
dividual comparison of the DNA methylome of CONV-R
and GF at each time point, however, we were able to iden-
tify 1496, 132, and 217 DMPs (FDR < 0.05) in W1, W4, and
W12/16, respectively (Fig. 4b). Interestingly, the number of
DMPs at the earliest stage was about 10× higher compared
to that of the later stages, indicating that the microbiota
acted stronger on DNA methylation during W1 or that the
microbial state already acts in utero. Detected DMPs were
equally hypo- and hypermethylated (Fig. 4c). We classified
the relative position of the variant sites according to their
genomic location as exonic, intronic, intergenic, or
promoter-associated DMPs. Notably, in W1 DMPs located
in gene promoter regions were enriched (175 DMPs or 11.
7%) compared to W4 (one DMP or 0.8%) and W12/16 (15
DMPs or 6.9%) (Additional file 12). Given the enrichment
of DMPs specifically during early development, we sur-
veyed the expression of genes which are known to alter
DNA methylation for microbial effects (Fig. 4d and
Additional file 13). Expression of Dnmt3a and Tet3 (Tet
methylcytosine dioxygenase 3) were significantly altered by
the microbiota in W1 and W12/16. DNMT3A is important
for de novo methylation [68], whereas TET3 is essential for
demethylation [69]. Similar to the approach of the tran-
scriptome analysis, we ranked all DMPs based on their BH-
corrected p value and chose the top 100 most significantly
regulated DMPs from the microbiota-associated data set
(Fig. 4e and Additional file 14) and from the developmental
program (Additional file 15) for each time point to visualize
differential methylation by hierarchical clustering. We
chose a ranked approach and the top 100 to generate equal
sample sizes for the analysis based on the total number of
differentially methylated sites in the respective comparisons
(minimum 132 for W4). For the microbiota-related DMPs,
samples clustered according to microbial status and devel-
opmental stage (Fig. 4e) except for a few samples with sev-
eral missing values only among these microbiota-related
DMPs, which may be due to insufficient sequencing depth.
However, these samples did contain data for many other of
the almost 1.2 million CpG sites. As the samples overall
met the quality criteria, they were not removed from the
methylome analysis. For the top 100 developmentally re-
lated DMPs at each time point, samples clustered only by
developmental stage but did not reveal a further stratifica-
tion according to microbial status (Additional file 15).
Integrated analysis identifies a specific signature of loci
with coupled DNA methylation and RNA transcription
driven by the presence of microbiota
Next, we sought to identify microbiota-dependent DNA
methylation changes linked to RNA expression differences.
We hypothesized that this mode of regulation may pinpoint
important genes involved in epithelial–microbe interaction
as it represents a potentially longer-term modulation of
cellular programs. We employed a hierarchical testing ap-
proach [52] to identify interactions between the microbiota-
dependent alterations in the transcriptome and DNA
methylation signatures (Fig. 5a). To that end, we screened
all differentially expressed genes (CONV-R vs GF) for
DMPs within a 5-kb window up- and downstream. We
identified 17, 34, and 79 microbially regulated genes both
with altered expression and differentially methylated in W1,
W4, and W12/16, respectively, and most (122 out of 126)
were specific for the developmental stage (Additional files 16
and 17). Tracking both the transcriptome and DNA methy-
lation in paired samples from individual mice throughout
early postnatal development allowed us to identify specific
changes in the DNA methylation signature that may
underlie the microbiota-dependent transcriptome alter-
ations. For example, expression of Camk2b (calcium/cal-
modulin-dependent protein kinase II), which is involved in
calcium-dependent signaling [70], was only altered by the
microbiota at W12/16 but not at the younger stages W1 or
W4 (Fig. 5b). Interestingly, nearby CpG sites were not dif-
ferentially methylated at W1, whereas in week W4 we de-
tected three DMPs and another eight DMPs at W12/16
(Fig. 5b). Therefore, either the complete demethylation of
all 11 DMPs or only the eight downstream DMPs may be
required to mediate the microbial induction of Camk2b ex-
pression at W12/16. Similarly, Mob3b (MOB kinase activa-
tor 3B) and Ube2a (Ubiquitin conjugating enzyme E2 A)
were differentially methylated and expressed only at W1
and W4, respectively, but not at any other developmental
stage (Additional file 18). Of all 126 genes with differential
expression and methylation 72 (57%) showed increased ex-
pression with reduced methylation or decreased expression
with increased methylation, whereas 54 genes (43%) did not
show a canonical association of expression and methylation
shift, which is similar to previous studies [24]. Genome-
wide mapping of the host–microbiota interactions for gene
expression and DNA methylation during the three develop-
ment stages revealed equal distribution among chromo-
somes (Fig. 5c). Among all genes that were differentially
methylated and expressed depending on the microbiota,
network analysis revealed an enrichment of genes involved
in regulation of cellular proliferation and regeneration, such
as Pik3cd, Rb1, Grb10, Plagl1, Nfix, and Tab3, or of genes
functioning in immune responses, such as Atp7a, Atf4, and
Bcl3 (Fig. 6). For example, Rb1 (retinoblastoma-associated
protein) is a tumor suppressor inhibiting cell cycle progres-
sion, which may also recruit methylases [71]. Rb1 expres-
sion was reduced in CONV-R mice, which is in line with an
increased IEC proliferation in the presence of a microbiota
[6, 9]. Similarly, Bcl3 is a proto-oncogene promoting prolif-
eration and also mediates immune tolerance by suppressing
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responses against microbial antigens [72]. In our analysis
Bcl3 was hypomethylated and expression increased in
CONV-R mice, which is supported by a higher proliferative
capacity in the presence of a microbiota. Finally, as another
example, Plagl1 (pleiomorphic adenoma gene-like 1), which
is another tumor suppressor inhibiting proliferation, was
Fig. 5 The microbiota may modulate host gene expression through DNA methylation. a Schematic analysis workflow. A 5-kb window up- and
downstream of each microbially regulated gene was screened for CpG positions. Next, CpG regions were defined and tested for differential
methylation (CONV-R vs GF) and p values of all differentially methylated CpG sites were corrected for multiple testing. It is noteworthy that any
sequential analysis reflects a certain bias by the individual order of filter steps. b Microbial effects on gene expression and DNA methylation of
Camk2b during postnatal development. c Genomic map of all methylation–transcription interactions dependent on the microbiota and postnatal
development. The boxes in the outer circle depict the mouse chromosomes and their banding indicates the staining properties within the
genomic locations (black = heterochromatin region, white = euchromatin region, gray = intermediate). The boxes in the inner circle represent
genes that were both differentially expressed and methylated. The gene name is colored according to the expression difference in CONV-R vs GF
comparison (red = upregulated, blue = downregulated). Box coloring corresponds to the developmental stage, in which a significant difference
was detected (red =W1, green =W4, blue =W12/16). Width of the boxes indicates gene length, while methylation differences in CONV-R vs GF
comparison are scaled along the height of the boxes. Red and blue dots within the gene boxes represent hyper- and hypomethylated CpG
sites, respectively
Pan et al. Genome Medicine  (2018) 10:27 Page 10 of 15
hypomethylated and had higher transcript levels in CONV-
R mice, again supporting increased IEC proliferation in the
presence of a microbiota.
To validate our findings, we selected a subset of the dif-
ferentially expressed and methylated genes from our data
and determined their expression and DNA methylation in
an independent cohort of GF and CONV-R mice from an-
other gnotobiotic animal facility. We harvested small in-
testinal epithelial tissue by scraping, isolated RNA and
DNA as before, and performed qPCR analysis along with
amplicon sequencing. For the eight tested genes (Bcl3,
Nfix, Cacna1i, Rcbtb2, Mmp14, Itga5, Cd74, and Pik3cd)
differential expression and methylation was reproduced
for six genes in both cases (Additional file 19).
Discussion
We systematically investigated the regulatory effects of
the microbiota on the transcriptome and the genome-
wide DNA methylation status of IECs from the small in-
testine of infant, juvenile, and adult mice which were
raised in either the presence or absence of a microbiota.
This analysis revealed that both the IEC ontogeny and
the microbiota affect the epithelial transcriptome signa-
ture along with the DNA methylation status and that the
microbial effect increases during postnatal development.
Furthermore, the microbial impact on the interplay of
DNA methylation and the epithelial transcriptome were
stage-specific as we detected almost no overlap between
the genes that were regulated by the microbiota and also
displayed an altered DNA methylation status for the
three developmental stages. Our data provide ground-
work to further dissect the endogenous developmental
and microbial effects on the host’s transcriptional and
epigenetic program on a mechanistic level.
To fully understand the impact and role of the micro-
biota during adult development of IECs, it is required to
assess the transcriptional and epigenetic changes over
time in both GF and CONV-R animals with a large
enough size of biological replicates. While several stud-
ies have addressed selected aspects of the interplay of
transcription, epigenetics, development, and microbiota
[6–10, 12, 18, 29, 73, 74], an integrated genome-wide
analysis of DNA methylation and transcriptional signa-
tures in a single study using biological replicates and an-
imals from different GF colonies has so far been lacking.
In our current study, we therefore determined the epi-
genetic and transcriptional interactions between the gut
microbiota and IECs using an integrated analysis of the
methylome and transcriptome over time in both GF and
CONV-R mice. The value of our experimental approach
is demonstrated by the finding that although several pre-
vious studies established that the microbiota modulates
the expression of more than 2000 genes in the intestinal
epithelium [6, 9, 10], only a subset of these microbiota-
responsive genes appear to be regulated by the epigen-
etic process of DNA methylation. Using our approach,
we found that the microbiota seemed to inversely affect
DNA methylation and gene expression throughout post-
natal development. Whereas the number of differentially
expressed (CONV-R vs GF) genes increased with post-
natal development, the number of DMPs decreased from
W1 to W12/16. The number of genes for which both
transcription and DNA methylation are regulated by the
microbiota (differentially expressed and DMPs within a
5-kb window) increased with time. Together these ob-
servations indicate that the microbial effect on modify-
ing the epithelial DNA methylation and transcriptional
status increased during maturation and postnatal devel-
opment of the intestine. Notably, W1 samples differed
substantially from W4 and W12/16 samples, indicating
that further studies are required to describe the early dy-
namics from W1 to W4 in greater detail. However, the
microbiota did not seem to engage DNA methylation to
regulate transcriptional responses globally, but instead
Fig. 6 Integrated analysis identifies genomic loci with coupled differential DNA methylation and RNA transcription associated with the presence
of intestinal microbiota. Network analysis based on differentially methylated and differentially expressed genes (CONV-R vs GF) across the three
developmental stages with a relationship confidence greater than 0.6. Larger blue circles indicate candidate genes identified from our analysis and
smaller black circles denote imputed interacting genes
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only seemed to target a specific subset of microbially re-
sponsive genes through their DNA methylation status.
This unexpected finding is not caused by inherent differ-
ences in our and published datasets as, for example, our
transcriptome sequencing data and the list of microbially
regulated genes from the adult stage overlapped signifi-
cantly with our previous data obtained from microarray
analysis of laser-dissected ileal IECs [6]. Our observa-
tions are further supported by a study by Camp et al.
which reported that the microbiota did not globally alter
the chromatin architecture to drive gene expression, but
only for specific genes [12]. Thus, host epigenetic mech-
anisms do not seem to be employed by the gut micro-
biota to drive transcriptional responses on a global scale.
Our study further validated that many developmentally
regulated genes such as Pigr, which was reported to have
increasing expression from infant to juvenile, or Tet1, hav-
ing a decreasing expression from infant to juvenile [73], in
addition also were differentially methylated and therefore
appeared to be epigenetically regulated during postnatal de-
velopment. Moreover, we could show that several of the
genes which were previously reported as microbially regu-
lated in the adult [6, 10] were also regulated transcription-
ally during postnatal development. For example, the
glycolysis regulator Pfkfb3 (6-phosphofructo-2-kinase) was
not only induced by the microbiota in the adult as reported
[6, 10], but is already microbially regulated in the infant.
Surprisingly, we detected about ten times more DMPs in
W1 compared to W4 or W12/16. Since methylation levels
did not differ between the developmental stages, the in-
creased number of DMPs in W1 did not seem to be simply
due to higher overall methylation activity. Instead, the
microbiota may differentially modulate de novo methylation
and demethylation in the neonate mice. First, we detected
generally higher levels of Dnmt3a during W1 compared to
W4 or W12/16 and increased expression in CONV-R com-
pared to GF mice. As DNMT3 mediates de novo methyla-
tion and parental imprinting [75], this temporal and
microbiota-dependent expression pattern of Dnmt3a may
therefore relate to the increased number of hypermethy-
lated DMPs in the newborn mice. Conversely, Tet3 expres-
sion was induced by the microbiota in W1 and since TET3
possesses hydroxymethylation activity [76, 77] and therefore
mediates demethylation [69], the time- and microbiota-
dependent expression pattern of Tet3 may thus contribute
to the increasing number of hypomethylated DMPs with in-
creasing age. However, we can also not rule out a maternal
imprinting effect, which may be dependent on the presence
of microbiota in the mother before birth. Since the two
groups of mice (CONV-R and GF) in the discovery cohort
represent two separate colonies originating from different
multiple mothers, we cannot exclude differential transge-
nerational inheritance of selected methylation marks (from
the mother to the pups). In addition, as GF and CONV-R
mice have been maintained separately for several genera-
tions, genetic drift occurring in the two mouse colonies
could theoretically contribute to the observed signatures, as
genetic variants may have affected methylation sites. How-
ever, we validated a selection of identified differentially
methylated and differentially expressed genes in an inde-
pendent cohort of mice from another colony from a differ-
ent gnotobiotic animal facility (Max-Planck Institute, Plön)
using qPCR and targeted amplicon sequencing of the DMP
loci. The validation of several candidate genes in an inde-
pendent cohort—although of a smaller scale—corroborates
the existence of microbiota-induced “functional” methyla-
tion sites, which may impact on long-term gene expression
signatures in IECs.
Future studies are needed to functionally validate the in-
volvement of methylation-modifying enzymes during early
postnatal development and in relation to the microbiota.
For example, tracking the changes in intestinal microbiota
composition along with epithelial DNA methylation and
transcriptome signatures of DNMT- or TET-deficient mice
during postnatal development would be a promising ap-
proach. Together our data suggest that the microbiota
seems to engage components of the DNA methylation ma-
chinery, which may at least partially translate into the ob-
served epigenetic and transcriptional differences through
postnatal development.
Conclusions
Postnatal development affects DNA methylation signatures
and expression in intestinal epithelial cells, indicating that
epigenetic processes contribute to developmental transi-
tions largely driven by endogenous programs independent
of microbial cues. However, our data also clearly show that
the gut microbiota influences specific modules of the epi-
thelial transcriptional network during postnatal develop-
ment and targets only a subset of microbially responsive
genes mainly functioning in IEC proliferation and immune
responses through their DNA methylation status.
Additional files
Additional file 1: List of primers used for validation experiment (qPCR
and amplicon sequencing). (XLSX 49 kb)
Additional file 2: R code used for the integrated analysis shown in Fig.
5a. (R 1 kb)
Additional file 3: Venn diagram of differentially expressed genes
(CONV-R versus GF, adjusted p value < 0.05, fold change > 2) in the three
developmental stages. (PDF 409 kb)
Additional file 4: Gene expression data of small intestinal epithelial cells
from germ-free (GF) and conventionally raised (CONV-R) mice at the
three developmental stages W1, W4, and W12/16 determined by RNA se-
quencing. (XLSX 9442 kb)
Additional file 5: MA transcriptome plot for CONV-R versus GF compari-
son. Every dot represents one transcript. The x-axis denotes the mean ex-
pression value and the y-axis denotes the log2 fold change of CONV-R
versus GF. Red dots indicate statistically significant transcripts (CONV-R
Pan et al. Genome Medicine  (2018) 10:27 Page 12 of 15
versus GF, adjusted p value < 0.05). The ceiling/floor of two on log2 fold
change (y-axis) is set because of better visualization. (PDF 632 kb)
Additional file 6: Gene ontology (GO) analysis of the microbially
regulated genes from each developmental stage. (XLSX 39 kb)
Additional file 7: Alternative splicing analysis. a Overview of the five
categories of alternative splicing (skipped exon, alternative 5′ splice site,
alternative 3′ splice site, mutually exclusive exons, and retained intron) as
analyzed by the rMATS program. b Pie charts of the relative composition
of alternative splicing events in each sample group. The relative
composition patterns of alternative splicing do not differ significantly
among the groups. c Count of significantly different (CONV-R versus GF,
p < 0.05) alternative splicing events in the five categories for each
developmental stage. The number of retained intron events in W1 was
significantly higher than in the other stages. (PDF 529 kb)
Additional file 8: Alternative splicing events (total and only significant
events in CONV-R versus GF) in the three developmental stages. (XLSX 9 kb)
Additional file 9: Heatmap of developmentally regulated genes (n =
553 genes). (PDF 818 kb)
Additional file 10: Gene ontology (GO) analysis of the co-expressed
genes in different selected groups from Fig. 3. (XLSX 53 kb)
Additional file 11: Methylation levels across all samples (median ±
standard deviation). (PDF 384 kb)
Additional file 12: Genomic location of DMPs (CONV-R versus GF) in
the three developmental stages. (PDF 384 kb)
Additional file 13: Expression analysis of selected genes involved in
DNA methylation: Dnmt1 (DNA methyltransferase 1), Dnmt3b (DNA
methyltransferase 3b), Tet1 (Tet methylcytosine dioxygenase 1), Tet2
(Tet methylcytosine dioxygenase 2), Uhrf1 (Ubiquitin-like containing
PHD and RING finger domains 1), Uhrf2 (Ubiquitin-like containing
PHD and RING finger domains 2), Mbd2 (Methyl-CpG Binding Domain
Protein 2), Mbd3 (Methyl-CpG Binding Domain Protein 3), Foxo3
(Forkhead box O3). (PDF 448 kb)
Additional file 14: Methylation levels of microbiota- (CONV-R versus GF)
and development-dependent (W1 versus W4 versus W12/16) DMPs. Hier-
archical clustering resulted in ten DMP groups. (XLSX 203 kb)
Additional file 15: Heatmap of methylation levels for developmentally
related methylation sites. (PDF 658 kb)
Additional file 16: Venn diagram of differentially expressed genes (CONV-
R versus GF) that also contain DMPs within a 5-kb window. (PDF 377 kb)
Additional file 17: List of differentially expressed genes (CONV-R versus
GF) that also contain DMPs as depicted in Additional file 13. (XLSX 45 kb)
Additional file 18: Gene expression and DNA methylation levels of
Mob3b (MOB kinase activator 3B) and Ube2a (Ubiquitin conjugating
enzyme E2 A) genes and genomic loci in CONV-R and GF mice during
postnatal development. (PDF 438 kb)
Additional file 19: Validation of a subset of differentially expressed
and methylated genes. Small intestinal epithelial tissue was harvested
by scraping from an independent cohort of GF and CONV-R mice
from another gnotobiotic animal facility and both DNA and RNA
were isolated for qPCR expression analysis and targeted methylation
analysis using amplicon sequencing. Asterisks denote observations in
the validation data that showed the same trend/direction as in the
initial data, but were only very close to reaching the significance
threshold after correction for multiple testing and therefore were
considered as validation. (XLSX 48 kb)
Abbreviations
CONV-R: conventionally raised specific pathogen-free; CpG: DNA motif with
cytosine followed by a guanine; DMP: differentially methylated position;
DNMT: DNA methyltransferase; DTT: dithiothreitol; EDTA: ethylenediaminetetraacetic
acid; FDR: false discovery rate; GF: germ-free; GO: Gene Ontology; HDAC: histone
deacetylase; IEC: intestinal epithelial cell; MDS: multidimensional scaling;
PCA: principal component analysis; RNA-Seq: RNA sequencing; RRBS: reduced
representation bisulfite sequencing; SCFA: short-chain fatty acids; W1, W4, W12/
16: 1, 4 or 12/16 week-old mice
Acknowledgements
We are indebted to Sabine Kock, Melanie Nebendahl, Carina Arvidsson, and
the IKMB NGS team for excellent technical assistance. We thank Frauke
Degenhardt and Dr. Anupam Sinha for helpful scientific discussions in gene
expression analysis and methylation analysis.
Funding
This study was carried out as part of the Research Training Group
“Genes, Environment and Inflammation”, supported by the Deutsche
Forschungsgemeinschaft (RTG 1743/1) and was further supported by the
BMBF DEEP IHEC network grant (TP5.2, 2.3, 1.2, 3.1 and 3.3) and the DFG
CRC1182, C2 and CRC877, B9 projects, as well as the Nucleotide Lab of
the ExC 306 Inflammation at Interfaces. FB is Torsten Söderberg
Professor in Medicine and recipient of an ERC Consolidator Grant
(European Research Council, Consolidator grant 615362 - METABASE). JLS
is a member of the ExC 1023 ImmunoSensation. This work was in part
supported by DFG SFB 704 to JLS. The funding bodies had no part or
influence on the design of the study and data collection, analysis, or
interpretation.
Availability of data and materials
All RNA-Seq data have been uploaded to GEO with accession number
GEO:GSE94402. All RRBS data have been uploaded to GEO with accession
number GEO:GSE94402.
Authors’ contributions
FS, MFP, FB, and PR conceived the study. FS, MFP, AL, MJ, and PR performed
the animal experiments and generated biological samples. WP, FS, MFP, TU,
PB, and AF generated data. WP, FS, MFP, TU, PB, AF, JLS, FB, and PR analyzed
the data. PK, AR, FM, TL, JW, SK, JFB, SS, and AF advised the various data
analyses and contributed access to samples or infrastructure and techniques.
WP, FS, MFP, and PR wrote the manuscript with input from all authors. All
authors read and approved the final manuscript.
Authors’ information
Not applicable
Ethics approval
All animal protocols were approved by the Gothenburg Animal Ethics
Committee and the local animal review board of the federal ministry of
Schleswig Holstein.
Consent for publication
Not applicable.
Competing interests
S.S. is a shareholder of CONARIS, has been a consultant to Allergosan,
Danone, and Nestlé, and has received lectureship compensation from
Allergosan. S.S. has lectured for Allergosan. F.B. is founder and owns equity
in Metabogen AB. The remaining authors declare that they have no
competing interests.
Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.
Author details
1Institute for Clinical Molecular Biology, University of Kiel,
Rosalind-Franklin-Straße 12, 24105 Kiel, Germany. 2The Wallenberg
Laboratory, Department of Molecular and Clinical Medicine, University of
Gothenburg, 41345 Gothenburg, Sweden. 3Genomics and
Immunoregulation, LIMES-Institute, University of Bonn, 53115 Bonn, Germany.
4Max Planck Institute for Informatics, 66123 Saarbrücken, Germany. 5Graduate
School of Computer Science, Saarland University, 66123 Saarbrücken,
Germany. 6Department of Genetics, University of Saarland, 66123
Saarbrücken, Germany. 7Institute for Experimental Medicine, Christian
Albrechts University of Kiel, Kiel, Germany. 8Max Planck Institute for
Evolutionary Biology, Evolutionary Genomics, August-Thienemann-Str. 2,
24306 Plön, Germany. 9Department of Internal Medicine I, University Hospital
Schleswig Holstein, 24105 Kiel, Germany. 10Platform for Single Cell Genomics
and Epigenomics (PRECISE), German Center for Neurodegenerative Diseases
Pan et al. Genome Medicine  (2018) 10:27 Page 13 of 15
and the University of Bonn, Bonn, Germany. 11Novo Nordisk Foundation
Center for Basic Metabolic Research, Section for Metabolic Receptology and
Enteroendocrinology, Faculty of Health Sciences, University of Copenhagen,
2200 Copenhagen, Denmark.
Received: 1 February 2018 Accepted: 20 March 2018
References
1. Hooper LV, Gordon JI, Venter JC, Savage DC, Brocks JJ, Logan GA, Buick R,
Summons RE, Nelson KE, Paulsen IT, et al. Commensal host-bacterial
relationships in the gut. Science (New York, NY). 2001;292:1115–8.
2. Sommer F, Backhed F. The gut microbiota - masters of host development
and physiology. Nat Rev Microbiol. 2013;11:227–38.
3. Lozupone CA, Stombaugh JI, Gordon JI, Jansson JK, Knight R. Diversity,
stability and resilience of the human gut microbiota. Nature. 2012;489:
220–30.
4. Peterson LW, Artis D. Intestinal epithelial cells: regulators of barrier function
and immune homeostasis. Nat Rev Immunol. 2014;14:141–53.
5. Rosenstiel P. Stories of love and hate: innate immunity and host-
microbe crosstalk in the intestine. Curr Opin Gastroenterol. 2013;29:
125–32.
6. Sommer F, Nookaew I, Sommer N, Fogelstrand P, Backhed F. Site-specific
programming of the host epithelial transcriptome by the gut microbiota.
Genome Biol. 2015;16:62.
7. El Aidy S, Derrien M, Merrifield CA, Levenez F, Dore J, Boekschoten MV,
Dekker J, Holmes E, Zoetendal EG, van Baarlen P, et al. Gut bacteria-host
metabolic interplay during conventionalisation of the mouse germfree
colon. ISME J. 2013;7:743–55.
8. El Aidy S, Merrifield CA, Derrien M, van Baarlen P, Hooiveld G, Levenez F,
Dore J, Dekker J, Holmes E, Claus SP, et al. The gut microbiota elicits a
profound metabolic reorientation in the mouse jejunal mucosa during
conventionalisation. Gut. 2013;62:1306–14.
9. El Aidy S, van Baarlen P, Derrien M, Lindenbergh-Kortleve DJ, Hooiveld G,
Levenez F, Dore J, Dekker J, Samsom JN, Nieuwenhuis EE, Kleerebezem M.
Temporal and spatial interplay of microbiota and intestinal mucosa drive
establishment of immune homeostasis in conventionalized mice. Mucosal
Immunol. 2012;5:567–79.
10. Larsson E, Tremaroli V, Lee YS, Koren O, Nookaew I, Fricker A, Nielsen J, Ley
RE, Backhed F. Analysis of gut microbial regulation of host gene expression
along the length of the gut and regulation of gut microbial ecology
through MyD88. Gut. 2012;61:1124–31.
11. Gaboriau-Routhiau V, Rakotobe S, Lecuyer E, Mulder I, Lan A, Bridonneau C,
Rochet V, Pisi A, De Paepe M, Brandi G, et al. The key role of segmented
filamentous bacteria in the coordinated maturation of gut helper T cell
responses. Immunity. 2009;31:677–89.
12. Camp JG, Frank CL, Lickwar CR, Guturu H, Rube T, Wenger AM, Chen J,
Bejerano G, Crawford GE, Rawls JF. Microbiota modulate transcription in
the intestinal epithelium without remodeling the accessible chromatin
landscape. Genome Res. 2014;24:1504–16.
13. Alenghat T, Osborne LC, Saenz SA, Kobuley D, Ziegler CG, Mullican SE, Choi I,
Grunberg S, Sinha R, Wynosky-Dolfi M, et al. Histone deacetylase 3 coordinates
commensal-bacteria-dependent intestinal homeostasis. Nature. 2013;504(7478):
153–7.
14. Arpaia N, Campbell C, Fan X, Dikiy S, van der Veeken J, Deroos P, Liu H,
Cross JR, Pfeffer K, Coffer PJ, Rudensky AY. Metabolites produced by
commensal bacteria promote peripheral regulatory T-cell generation.
Nature. 2013;504(7480):451–5.
15. Kellermayer R, Dowd SE, Harris RA, Balasa A, Schaible TD, Wolcott RD,
Tatevian N, Szigeti R, Li Z, Versalovic J, Smith CW. Colonic mucosal DNA
methylation, immune response, and microbiome patterns in Toll-like
receptor 2-knockout mice. FASEB J. 2011;25:1449–60.
16. Mischke M, Plosch T. More than just a gut instinct-the potential interplay
between a baby's nutrition, its gut microbiome, and the epigenome. Am J
Physiol Regul Integr Comp Physiol. 2013;304:R1065–9.
17. Celluzzi A, Masotti A. How our other genome controls our epi-genome.
Trends Microbiol. 2016;24(10):777–87.
18. Krautkramer KA, Kreznar JH, Romano KA, Vivas EI, Barrett-Wilt GA, Rabaglia ME,
Keller MP, Attie AD, Rey FE, Denu JM. Diet-Microbiota Interactions Mediate Global
Epigenetic Programming in Multiple Host Tissues. Mol Cell. 2016;64:982–92.
19. Vertino PM, Sekowski JA, Coll JM, Applegreen N, Han S, Hickey RJ, Malkas
LH. DNMT1 is a Component of a Multiprotein DNA Replication Complex.
Cell Cycle. 2002;1:416–23.
20. Pradhan S, Esteve P-O. Mammalian DNA (cytosine-5) methyltransferases and
their expression. Clin Immunol. 2003;109:6–16.
21. Goll MG, Bestor TH. Eukaryotic cytosine methyltransferases. Annu Rev
Biochem. 2005;74:481–514.
22. Holliday R, Pugh J. DNA modification mechanisms and gene activity during
development. Science. 1975;187:226–32.
23. Riggs AD. X inactivation, differentiation, and DNA methylation. Cytogenet
Cell Genet. 1975;14:9–25.
24. Hasler R, Feng Z, Backdahl L, Spehlmann ME, Franke A, Teschendorff A,
Rakyan VK, Down TA, Wilson GA, Feber A, et al. A functional methylome
map of ulcerative colitis. Genome Res. 2012;22:2130–7.
25. Jones PA. Functions of DNA methylation: islands, start sites, gene bodies
and beyond. Nat Rev Genet. 2012;13:484–92.
26. Yang X, Han H, De Carvalho DD, Lay FD, Jones PA, Liang G. Gene body
methylation can alter gene expression and is a therapeutic target in cancer.
Cancer Cell. 2014;26:577–90.
27. Lipka DB, Wang Q, Cabezas-Wallscheid N, Klimmeck D, Weichenhan D,
Herrmann C, Lier A, Brocks D, Von Paleske L, Renders S, et al. Identification
of dna methylation changes at cis-regulatory elements during early steps of
hsc differentiation using tagmentation-based whole genome bisulfite
sequencing. Cell Cycle. 2014;13:3476–87.
28. Lee HJ, Hore TA, Reik W. Reprogramming the methylome: erasing memory
and creating diversity. Cell Stem Cell. 2014;14:710–9.
29. Yu D-H, Gadkari M, Zhou Q, Yu S, Gao N, Guan Y, Schady D, Roshan TN,
Chen M-H, Laritsky E, et al. Postnatal epigenetic regulation of intestinal stem
cells requires DNA methylation and is guided by the microbiome. Genome
Biol. 2015;16:211.
30. Van den Abbeele P, Van de Wiele T, Verstraete W, Possemiers S, Adlercreutz
H, Akira S, Uematsu S, Takeuchi O, Alander M, Satokari R, et al. The host
selects mucosal and luminal associations of coevolved gut microorganisms:
a novel concept. FEMS Microbiol Rev. 2011;35:681–704.
31. Rodriguez JM, Murphy K, Stanton C, Ross RP, Kober OI, Juge N, Avershina E,
Rudi K, Narbad A, Jenmalm MC, et al. The composition of the gut
microbiota throughout life, with an emphasis on early life. Microb Ecol
Health Dis. 2015;26:26050.
32. Gensollen T, Iyer SS, Kasper DL, Blumberg RS. How colonization by microbiota
in early life shapes the immune system. Science. 2016;352:539–44.
33. Cahenzli J, Koller Y, Wyss M, Geuking MB, McCoy KD. Intestinal microbial
diversity during early-life colonization shapes long-term IgE levels. Cell Host
Microbe. 2013;14:559–70.
34. Olszak T, An D, Zeissig S, Vera MP, Richter J, Franke A, Glickman JN, Siebert R,
Baron RM, Kasper DL, Blumberg RS. Microbial exposure during early life has
persistent effects on natural killer T cell function. Science. 2012;336:489–93.
35. Gollwitzer ES, Saglani S, Trompette A, Yadava K, Sherburn R, McCoy KD,
Nicod LP, Lloyd CM, Marsland BJ. Lung microbiota promotes tolerance to
allergens in neonates via PD-L1. Nat Med. 2014;20:642–7.
36. Heijtz RD, Wang S, Anuar F, Qian Y, Bjorkholm B, Samuelsson A, Hibberd ML,
Forssberg H, Pettersson S. Normal gut microbiota modulates brain
development and behavior. Proc Natl Acad Sci U S A. 2011;108:3047–52.
37. Sudo N, Chida Y, Aiba Y, Sonoda J, Oyama N, Yu XN, Kubo C, Koga Y.
Postnatal microbial colonization programs the hypothalamic-pituitary-
adrenal system for stress response in mice. J Physiol. 2004;558:263–75.
38. Sommer F, Adam N, Johansson MEV, Xia L, Hansson GC, Bäckhed F. Altered
mucus glycosylation in core 1 O-glycan-deficient mice affects microbiota
composition and intestinal architecture. PLoS One. 2014;9:e85254.
39. Kim D, Pertea G, Trapnell C, Pimentel H, Kelley R, Salzberg SL, Mortazavi A,
Williams B, McCue K, Schaeffer L, et al. TopHat2: accurate alignment of
transcriptomes in the presence of insertions, deletions and gene fusions.
Genome Biol. 2013;14:R36.
40. Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. Nat
Methods. 2012;9:357–9.
41. Anders S, Pyl PT, Huber W. HTSeq–a Python framework to work with high-
throughput sequencing data. Bioinformatics. 2015;31:166–9.
42. Love MI, Huber W, Anders S. Moderated estimation of fold change and
dispersion for RNA-seq data with DESeq2. Genome Biol. 2014;15:550.
43. Dudoit S, Yang YH, Callow MJ, Speed TP. Statistical methods for identifying
genes with differential expression in replicated cDNA microarray
experiments. Stat Sin. 2002;12:111–39.
Pan et al. Genome Medicine  (2018) 10:27 Page 14 of 15
44. Breuer K, Foroushani AK, Laird MR, Chen C, Sribnaia A, Lo R, Winsor GL,
Hancock RE, Brinkman FS, Lynn DJ. InnateDB: systems biology of innate
immunity and beyond–recent updates and continuing curation. Nucleic
Acids Res. 2013;41:D1228–33.
45. Eden E, Navon R, Steinfeld I, Lipson D, Yakhini Z. GOrilla: a tool for discovery
and visualization of enriched GO terms in ranked gene lists. BMC
Bioinformatics. 2009;10:48.
46. Xue J, Schmidt SV, Sander J, Draffehn A, Krebs W, Quester I, De Nardo D,
Gohel TD, Emde M, Schmidleithner L, et al. Transcriptome-based network
analysis reveals a spectrum model of human macrophage activation.
Immunity. 2014;40:274–88.
47. Shen S, Park JW, Lu ZX, Lin L, Henry MD, Wu YN, Zhou Q, Xing Y. rMATS:
robust and flexible detection of differential alternative splicing from
replicate RNA-Seq data. Proc Natl Acad Sci U S A. 2014;111:E5593–601.
48. Krueger F, Andrews SR. Bismark: a flexible aligner and methylation caller
for Bisulfite-Seq applications. Bioinformatics (Oxford, England). 2011;27:
1571–2.
49. Akalin A, Kormaksson M, Li S, Garrett-Bakelman FE, Figueroa ME, Melnick A,
Mason CE, Deaton A, Bird A, Suzuki M, et al. methylKit: a comprehensive R
package for the analysis of genome-wide DNA methylation profiles.
Genome Biol. 2012;13:R87.
50. Park Y, Wu H. Differential methylation analysis for BS-seq data under general
experimental design. Bioinformatics. 2016;32:1446–53.
51. Wu H, Xu T, Feng H, Chen L, Li B, Yao B, Qin Z, Jin P, Conneely KN.
Detection of differentially methylated regions from whole-genome bisulfite
sequencing data without replicates. Nucleic Acids Res. 2015;43:e141.
52. Hebestreit K, Dugas M, Klein HU. Detection of significantly differentially
methylated regions in targeted bisulfite sequencing data. Bioinformatics.
2013;29:1647–53.
53. Gu Z, Gu L, Eils R, Schlesner M, Brors B. circlize Implements and enhances
circular visualization in R. Bioinformatics. 2014;30:2811–2.
54. Goya J, Wong AK, Yao V, Krishnan A, Homilius M, Troyanskaya OG. FNTM: a
server for predicting functional networks of tissues in mouse. Nucleic Acids
Res. 2015;43:W182–7.
55. Li LC, Dahiya R. MethPrimer: designing primers for methylation PCRs.
Bioinformatics. 2002;18:1427–31.
56. Tusnady GE, Simon I, Varadi A, Aranyi T. BiSearch: primer-design and search
tool for PCR on bisulfite-treated genomes. Nucleic Acids Res. 2005;33:e9.
57. Hansen KD, Langmead B, Irizarry RA. BSmooth: from whole genome
bisulfite sequencing reads to differentially methylated regions. Genome
Biol. 2012;13:R83.
58. Hannenhalli S. Eukaryotic transcription factor binding sites–modeling
and integrative search methods. Bioinformatics (Oxford, England). 2008;
24:1325–31.
59. Kaser A, Lee AH, Franke A, Glickman JN, Zeissig S, Tilg H, Nieuwenhuis EE,
Higgins DE, Schreiber S, Glimcher LH, Blumberg RS. XBP1 links ER stress to
intestinal inflammation and confers genetic risk for human inflammatory
bowel disease. Cell. 2008;134:743–56.
60. Hasegawa D, Calvo V, Avivar-Valderas A, Lade A, Chou H-I, Lee YA, Farias EF,
Aguirre-Ghiso JA, Friedman SL. Epithelial Xbp1 is required for cellular
proliferation and differentiation during mammary gland development. Mol
Cell Biol. 2015;35:1543–56.
61. Adolph TE, Tomczak MF, Niederreiter L, Ko HJ, Bock J, Martinez-Naves E,
Glickman JN, Tschurtschenthaler M, Hartwig J, Hosomi S, et al. Paneth cells
as a site of origin for intestinal inflammation. Nature. 2013;503:272–6.
62. Glover LE, Colgan SP. Hypoxia and metabolic factors that influence
inflammatory bowel disease pathogenesis. Gastroenterology. 2011;140:
1748–55.
63. Benizri E, Ginouves A, Berra E. The magic of the hypoxia-signaling cascade.
Cell Mol Life Sci. 2008;65:1133–49.
64. Formenti F, Constantin-Teodosiu D, Emmanuel Y, Cheeseman J, Dorrington
KL, Edwards LM, Humphreys SM, Lappin TR, McMullin MF, McNamara CJ, et
al. Regulation of human metabolism by hypoxia-inducible factor. Proc Natl
Acad Sci U S A. 2010;107:12722–7.
65. Schmidt SV, Krebs W, Ulas T, Xue J, Bassler K, Gunther P, Hardt AL, Schultze
H, Sander J, Klee K, et al. The transcriptional regulator network of human
inflammatory macrophages is defined by open chromatin. Cell Res. 2016;26:
151–70.
66. Lee HK, Hsu AK, Sajdak J, Qin J, Pavlidis P. Coexpression analysis of
human genes across many microarray data sets. Genome Res. 2004;14:
1085–94.
67. Legendre P, Legendre L. Numerical ecology. 3rd ed. Cambridge: Elsevier;
2012.
68. Fatemi M, Hermann A, Gowher H, Jeltsch A. Dnmt3a and Dnmt1
functionally cooperate during de novo methylation of DNA. Eur J Biochem.
2002;269:4981–4.
69. Shen L, Inoue A, He J, Liu Y, Lu F, Zhang Y. Tet3 and DNA Replication
Mediate Demethylation of Both the Maternal and Paternal Genomes in
Mouse Zygotes. Cell Stem Cell. 2014;15:459–70.
70. Yamauchi T. Neuronal Ca2+/calmodulin-dependent protein kinase
II—discovery, progress in a quarter of a century, and perspective:
implication for learning and memory. Biol Pharm Bull. 2005;28:
1342–54.
71. Murphree AL, Benedict WF. Retinoblastoma: clues to human oncogenesis.
Science. 1984;223:1028–33.
72. Muhlbauer M, Chilton PM, Mitchell TC, Jobin C. Impaired Bcl3 up-
regulation leads to enhanced lipopolysaccharide-induced interleukin
(IL)-23P19 gene expression in IL-10(−/−) mice. J Biol Chem. 2008;283:
14182–9.
73. Kraiczy J, Nayak K, Ross A, Raine T, Mak TN, Gasparetto M, Cario E,
Rakyan V, Heuschkel R, Zilbauer M. Assessing DNA methylation in the
developing human intestinal epithelium: potential link to inflammatory
bowel disease. Mucosal Immunol. 2016;9:647–58.
74. Rakoff-Nahoum S, Kong Y, Kleinstein SH, Subramanian S, Ahern PP, Gordon
JI, Medzhitov R. Analysis of gene–environment interactions in postnatal
development of the mammalian intestine. Proc Natl Acad Sci U S A. 2015;
112:1929–36.
75. Okano M, Bell DW, Haber DA, Li E. DNA methyltransferases Dnmt3a and
Dnmt3b are essential for de novo methylation and mammalian
development. Cell. 1999;99:247–57.
76. He Y-F, Li B-Z, Li Z, Liu P, Wang Y, Tang Q, Ding J, Jia Y, Chen Z, Li L, et al.
Tet-mediated formation of 5-carboxylcytosine and its excision by TDG in
mammalian DNA. Science (New York, NY). 2011;333:1303–\.
77. Kang J, Kalantry S, Rao A. PGC7, H3K9me2 and Tet3: regulators of DNA
methylation in zygotes. Cell Res. 2013;23:6–9.
•  We accept pre-submission inquiries 
•  Our selector tool helps you to find the most relevant journal
•  We provide round the clock customer support 
•  Convenient online submission
•  Thorough peer review
•  Inclusion in PubMed and all major indexing services 
•  Maximum visibility for your research
Submit your manuscript at
www.biomedcentral.com/submit
Submit your next manuscript to BioMed Central 
and we will help you at every step:
Pan et al. Genome Medicine  (2018) 10:27 Page 15 of 15
